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>gi|2210766|gb|AA481214|AA4812l4 aa34e02.rl NCI CGAP GCB1 Homo sapiens cDNA clone 

IMAGE:815162 5* similar to WP:W07A12.4 CE03795 7, mRNA sequence [Homo sapiens] 

CATGGCTTCCTGGACACCAACCCTGCCATCCGGGAGCAGACGGTCAAGTCCATGCTGCTCCrGGCCCCAA 

AGCT.G AA CG AGGCCAACCT CAATG TGG AGGT GAT GAAGCAC7 IT GCACGGCT ACAGGCCAAGGATGAACA 

GGGCCCCATCCGCTGCAACACCACAGTCTGCCTGGGCAAAATCGGCTCCTACCTCAGTGCTAGCACCAGA 

CACAGGGTCCTTACCTCTGCCTTCAGCCGAGCCACTAGGGACCCGTTTGCACCGTCCCGGGTTGCGGGTG 

TCCTGGGCTTTGCTGCCACCCACAACCTCTACTCAATGAACGACTGTGCCCAGAAGATCCTGCCTGTGCT 

CT GCGG T CT CACT G TAG AT C CT GAG AAAT CCGT GCG AGACCAGGCCTT CAAGGCA 



>gi|134'9211lgb|W5l957|W51957 zc45f01.rl Soares_senescent_f ibroblasts_NbHSF Homo 

sapiens cDNA clone IMAGE : 325273 5 1 , . mRNA sequence (Homo sapiens] ~~ 

CCTTCGAGTTCGGCAATGCTGGGGCCGTTGTCCTCACGCCCCTCTTCAAGGTGGGCAAGTTCCTGAGCGC 

TGAGGAGTATCAGCAGAAGATCATCCCTGTGGTGGTCAAGATGTTCTCATCCACTGACCGGGCCATGCGC 

ATCCGNCTCCTGCAGCAGATGGAGCAGTTCATCCAGTACCTTGACGAGCCAACAGTCAACACCCAGATCT 

TCCCCCACGTCGTACATGGCTTCCTGGACACCAACCCTGCCATCCGGGAGCAGACGGTCAAGTCCATGCT 

GCTCCT GGCC CCAAAGCT GAACGAGGC C AACCT C AAT GT GGAGCT GATGAAGC ACT TT GCACGGCT ACAG 

GCC AAGG AT G AACAGGGCCCCAT CCGCTGCAAC ACCACAG T CT GCCTGGGCAAAAT CGGCT CCT ACCT CA 

GT GCT AGCACCAGACACAGGGT CCTT ACCT CT G 
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BASE COUNT 405 a 545. c 493 g 278; t ; .' 6 others ; 

ORI GIN ' • 

1 cagccgaagc amgcaaaaat tcttccagga gctgagcaag . agcctggacg.;-cattccctga 
61. ggayttctgt eggcacaagg tgctgcccca gctgctgacc gccttcgagt. tcggcaatgc 
121 tggg.gccgt.t- gtcctcacgc ccctcttcaa. ggtgggcaag ttcctgagcg ctgaggagta - 
181 t cagcagaag atcatccctg '■• tggtggtcaa .gat.gtt.cjtca. jtjcjc.a;ctg.a-c.c ; ^g.gg.cca'tg.cg-. 
'241 catccgcctc ctgcagcaga tggagcagtt catccagtac cttgacgagc.^ 
301 cacccagatc ttcccccacg tcgtacatgg cttcctggac accaacc c t g ccatc eg gg a 
361 geagaeggtc aagtccatgc ftgctcctggc cccaaagc.tg aacgaggeca acctcaatgt 
.421 ggagfctgatg aagcactttg ^cacggctaca, ggecaaggat gaacagggee ccatccgctg 
481 caacaccaca gtctgcctgg geaaaategg ctcctacctc agtgctagca ccagacacag 
541 ggtccttacc tctgccttca gccgagccac tagggacccg ttfgcaccgt cccgggttgc 
601 gggtgtcctg ggctttgctg . ccacccacaa cctctactca . atgaacgact . gtgcccagaa 
661 gatcctgcct gtgctctgcg;.rg.tctcactgt a'gatcctgag aaatccgtgc gagaccaggc 
"If :.721: ettcaaggem wtteggaget tectgtccaa attggagtct gtgtcggagg: acccgaccca 

781 gctggaggaa gtggagaagg, .atgtccatgc agcctccagc cc.tggcatgg gaggagcege 
^ 841 agctagctgg gcaggctggg ■ cgtgaccggg gtctcctcac tcacctccaa getgatcegt 

Ul 901 tcgcacccaa ccactgcccc aacagaaacc aacattcccc aaagacccac. gectgaagga 

fi| ;9 61 ^ gttcct gece cagcccccac ccct^t'tcct gccacccctav caacqitcagg,; Gca'ctgggag:. 

1021 aegcaggagg aggacaagga cacagcagag gacagcagca ctgetg^g atgggacgac 
1081 gaagactggg gcagcctgga ; geaggaggee: gagtctgtg.c tgg 
. 1 1 41 ageacegggg ,gcca a.g t gagV g cgt£ctagt caggt ca gca a ct.ccga cca^Vca ^tai ;t cc tec . 
1201 . aaatccceag agtccgactg gagcagctgg gaarctgagg- gctcqtg 
1261 caggagecaa gctcccagga ^;g'ccacctyct=-^ga'cggtacac ggctggccag cgagtata^ac 
1 3 21 t g g g g t g g c c c a gag t c c a g cgacaagggd- gaecccttcg c£iac<zct$tc:^gcacgpccc 
1381 agcacccagc ' egaggecaga ctcttggggt .gaggacaact . gggagggect cgagactgac 
144.1 agtcgacagg. tcaaggctga. gctggcccgg Jaagaagcgcg aggageggeg ; gcgggagatg 
1501 gaggecaaac -gcgccg.agag..gaaggtgc.ca ; agggccccat gaagctggga gcccggaagc 
1561 tggactgaac cgt ggcggtg gcccttcccg getgeggaga gcccgceccac 
1621 tattgtacaa accatgtgag cccggccgcc cagccaggcc atetcaegtg tacataatca 
1681 gagecacaat aaattctatt tcacaaaaaa aaaaaaaaaa aaaaaaa. . 
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>sp|P15533|RPTl_MOUSE DOWN REGULATORY PROTEIN 
OF INTERLEUKIN 2 RECEPTOR (J03776) rpt-lr [Mus 
musculus] Length = 353 

Score = 92.0 bits (237), Expect = 6e»20 



Query 194 VMELLEEDLTCPICCSLFDDPRVLPCSHNFCKKCLEGILEGSVRNSMWRPAPFKCPTCRK 373 

V+E+++E++TCPIC L +P C+H+FC+ C+ E S RN+ CP CR 

Sbjct 5 VLEMIKEEVTCPIClXIXKEPVSAIX:>mSFCRACITI^YE-SNRNT DGKGNC PVCRV 60 

Query 374 ETSATGINSLQVNYSLKGIVEKYNKIKISP KMPVCKGHMGQPLNI FCLTDMQLICG 541 

+L+ N + IVE+ K P K+ +C H G+ L +FC DM +IC 
Sbjct 61 PYP FGNLRPNLHVANI VERLKGFKS I PEEEQKVNI CAQH- GEKLRLFCRKDMMVI CW 116 

Query 542 ICATRGEHTKHVFCSI EDAYAQERDAFESLFQSF ETWRRGDALSRLDTMETSK 700 

+C EH H IE+ + ++ + + W+ L R+D 
Sbjct 117 LCERSQEHRGHQTALI EEVDQE YKEKLQGALWKLMKKAKI GDEWQDDLQLQRVDW 171 

Query 701 RKSLQLMTKDSDKVT<EFFEKU3HTL^ 8 62 

+Q+ + + V+ F+ L+ LD K+NE L + K VM+ + N+L 
Sbjct 172 ENQIQI NVENVQRQFKGLRDLLDSKENEELQKIJ<KEKKEVMEKLEESENEL 222 



Homology covers ring finger, B-box and the beginning of coiled coil domain 
in the CLL ring finger protein 



Figure '5 



(Shetf « of 23 



1 



Activated CD4 + T-cells 

Rptl (represses expression of IL-2 receptor) 



receptor 



IL-2, IL-15 



■> normal expression of Bcl2 



normal apoptosis 



When rptl is knocked out: 

IL-2, IL-15 

J 

tl EL-2 receptor" 




overexpression of Bcl2 



apoptosis 



[Aft 16 



TBIASTH 2.0.6 [ Jan-05-1999] 



Reference : 

Altschul, Stephen F. f Thomas t *i 

Jinghui Zhangf Zheng Zhang* Webb mn^ ^n^?/" Schaffer ' 
-Gapped BLAST and PSI-BLAST- ! ^ Miller ' a "d David J. Lipman (1997), 

program-, Nucleic AciTL? z^Ies-":^ 0 " °' Pf ° tein datab " e S " rCh 



Query* _qi;r213.T4.9e-!Mad3rr. 

(205 letters) 



gb|AA278224|AA278224 zs77e05.rl NCI CGAP r^m u~ 

Length ■» 430 
Score - 209 bits (526), Expect - le-53 

rra^ 1 "" = 104/124 ,83S '' P ° SltlV " " »«/»« C92I,. Gaps - 1,124 (0 », 
Query: a £ E % P ™£^^ 6Q 

56 «^^!S2^^ 236 

Query: 61 llg 

Query: 120 EKLRS 124 
E+LR-f 

Sbjct: 416 ERLRT 430 

dbj |C02407|C02407 HUMGS0012279 Human «■< 

Length - 348 ' ^ Si 9" atu "' 3 '-directed cDNA sequence. 

Score - 97.5 bits (239), Expect - 6e-20 
"am""" " 51/ " ,8 °*'' Po8ltlv « " S6/63 (87») 

Ouery: 125 

S ,ct: 45 SSU££^^ 224 , 

Query: 185 LLQ 187 

Sbjct: 225 LLR 233 



R3J 8 6^ ft 




BASE COUNT .130 a 234 c ,258 g 106 t 5 others 

ORIGIN . V. •. \; 

1 . cagccgcttg,... ctccggccgg caccctaggc cgcagtccgc caggctgtcg ccgacatgga , 

61 acccttggcc agcaacatcc aggtcctgct gcaggcggcc gagttcctgg agcgccgtga 

121 gagagaggcc gagcatggtt atgcgtccct gtgcccgcat cgcagtccag^ gccccatcca 

1 8 1 ca gga ; g.gaag^ -aagcga cccc cccaggcfccc tggcgcg cag gac^gcgggc, ggtcagtgca 

241 caatgaa.ctg gagaagcgca =ggagggccca ■ gttgaagcgg tgcctggagc ggctgaagca 

301. gcaga.tgccc ctgggcggcg actgtgcccg gtacaccacg ctgagcctgc tgcgccgtgc 

361 caggatgcac atccagaagc tggaggatca ggagcagcgg gcccgacagc tcaaggagag 

421 gctgcgcaca aagcagcaga gcctgcagcg gcantggatg cagctccggg ggctggcagg 

-4 81 ngcggccgag cgggagcgnc tgcgggcgga cagtctggac tcctcaggcc tctcctctga 

5,41 gcgctcagac tcagaccaag aggagctgga ggtggatgtg gagagcctgg tgtttggggg 

601 .tgaggccgag ctgctgcggg gcttcgtcgc cggccaggag cacagctact cgcacgtcgg 
661 cggcgcctgg ctatgatgtt cctcacccan ggcgggcctc; tcjccetctta ctcgttgccc 
7.21 aagcccactt tnc 



>A/<ui3h(Putative) 

ME P LAS N I QVLLQAAE FLE RRE REAEH G YAS LCPHRSPGPIH RRK KR PROARG AQ D S G R S VHN-E-LERRRRftQ t :k 
-RGLERLKQQM F L GGDC^AR YTTIJS LL RRARMH I Q KL E DQ EQ RARQL KE RLRT KQQ S LQ RX WMQ LRG LAGAAE RER 
LRADSLDSSGLSSERSDSDOEELEVDVESLVFGGEAELLRGFVAGCEHSYSHVGGAWL 



[igi 12506888 I MADm 
"lgil729978IMADh 
ceQi 12792362 IMad4h 
_gi I2137<99 IMad4m 
h lgi 121374 98 I Mod 3m 
^^ed3h Putative 

fjgi 12506888 I MAD* 
: z yi 172997 8 I MADh 
%4i 12792362 IM»d4h 
'gi 12137499 IMad4m 
s gi 12137498 IMad3m 
Z Mad3h Putative 

=gi 12506888 IMADo 
- : gtT929978IMADh 
\ gi 12792362 I Mad 4 h 
?' "gi 12137499 IMad4n 

=gil2137498IH*d3in 
K= Had3h Putotiv* 



QLLLEAM)7LERRER£A£HGYASMLPY^ ^ 
HAAAVRMW I QMLLEAADY LERRE REAEHG YASMLPYKNKDRDALKRRNXSKKHNS ~S SRSTHHEMIKHRRAHLRLCLEKLKGLVPLGPESSRHTTLSLl 

-MEl^SLLI LLEAAEVLE W^REAEHCYASVLPFDGDFAMKTKAAGLVTUCAP--KNW 
- - -MELNS LLLL LEAAE YL ERRDREAEHG YASH LP F DGDF ARKKTKTAGLVRXGP- - KHRS SHHE LEKHRRAKLRIYLEQLKQLGPLGPDSTRHTTLS LL 
-MEPVASNIQVLLQAAEFLERREREAEHGVASLCPHHSPGTVCRRRKPPLQAPGA^ 

-ME P LAS N J QVL LQAAE F LE RRE REAE HGYA5 LCP H RS PGP I H RRKX RP PQAPGAQDSGR5 VHKE LEKRRRAQLXRCLERLXQO^PLGGDCARYTTlrtS LL 

TKAKLH1 KKLEDQJRKAVHQIDQLQREQRHLKRRLEKLGAERTR h^S^-S WSS ERSDSDREEUJVm^VD^VrA'KGTDVLTODLGWSSS- 
TKAXLHI KKLEDCDRKAVHQI DQLQREQRiiUCRQLEKLGI ERIR KDSIG-STVSSERSDSDRE E 1 DVDVES TDY LTGD LEWS S S S 

KRAXVHI KKLEEQORRALS 1 KEQLQQEHRFLKRRLEQLSVQSVER VRTDSTC-S AVSTD— DS EQE VD1 EGHEFGPGELDSVGS - 

K-AKMHIKKLEEQDRRALSIKEQLQR£HRFLKRRLEQLSVOSVR VRTDSTG-SAVSTD--DSEQE VDI EGMEFGPG ELDS AGS - 

R-ARVH1 QK LE E QE QQA RRLKE KL RS KQQS LQQQLEQLQG LPGARX RE RLRADS LOSS GL5 S E RS DS DQE DLSVDVENLVFG-TETKLLQSF 

RRARMH2 QK LEDQE QRA RQ LKE RLRT KQQ S LQRXWMQLRG LAGAAE RE RLRADS LOSS GLS S E R5DS DQE ELFwT3VESLVTG— GEAELLRGF 

VSDSDERGSMQS LG-SDEGYSSATvXRAKLQOGHKAGLGl 

VSDSDERGSMQSLC-SDEGYSSTSi-KRlKLQDSHKACLGL 

SS DADDHYS LOS GTGGDSG FG PHCRRLGRFALS 

SSDADDKYS LQS SGCSDSS7GHPCRRPGCPGLS 

SAGREHSYSHSTCAHL 

VAGQEHSYSHVGGAWL 



Fi 



17- C-P 



( Mutt ii ^ % ) 



A- 



e 

□ 



B- 



0.085 



100 



100 1 gi|2506888|MADm 

-gi[729978|MADh 



100 L— 



gi(2792362|Mad4h 

gi(2137499|Mad4m 
gi|21 37498|Mad3m 



100) gi|2506888|MADm 



3J 9'|2 

• gi|729978|MAD 



^100^-gii 



- gi|2792362|Mad4 
|2137499|Mad4m 
gi|2137498|Mad3m 
Mad3h Putative 



0.10 



